ABSTRACT From garden soil, we isolated and sequenced Massilia sp. strain ONC3, a new member of the Oxalobacteraceae within the Massilia genus. Sequence analysis showed an assembled genome size of 5,622,601 bp, with a predicted total of 5,104 protein-coding sequences, 3,194 functionally assigned genes, 2 rRNA operons, and 56 tRNAs.
length and expressed as a percentage) and was used to compare the ONC3 genome to the 5 most related genomes (Massilia albidiflava DSM 17472, Massilia armeniaca ZMN-3, Massilia putida 6NM-7 T , Massilia sp. strain NR 4-1, and Massilia sp. strain WG5 [14] ). The results for the ONC3 genome relative to the other selected genomes showed a 0% match (or less than 70% of the scientific community threshold) (15, 16) . This suggests that Massilia sp. ONC3 is a novel species within the Massilia genus.
Data availability. This genome has been deposited at DDBJ/EMBL/GenBank under the BioProject number PRJNA529408, BioSample number SAMN11265771, accession number NZ_SPUM00000000, and SRA accession number SRR9320523.
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